Key indicators: single-crystal X-ray study; T = 295 K; mean (C-C) = 0.009 Å; R factor = 0.047; wR factor = 0.112; data-to-parameter ratio = 15.6.
Related literature
For general background of copper derivatives, see: Baran (2004) ; Sorenson (1976) . For related structures, see: Ramaswamy et al. (2001) ; Sridhar et al. (2002) ; Sun et al. (2005) ; Wang et al. (2012) .
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Absolute structure: Flack (1983) , 2876 Friedel pairs Absolute structure parameter:
À0.005 (13) Table 1 Hydrogen-bond geometry (Å , ). 
D-HÁ
Data collection: APEX2 (Bruker, 2004 ); cell refinement: SAINT (Bruker, 2004) ; data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: PLATON (Spek, 2009) ; software used to prepare material for publication: SHELXL97. Copper complexes exhibit wide spectrum of effects such as anti-inflammatory, anti-cancer, anti-convulsant and antitumoral activities (Baran, 2004; Sorenson, 1976) .
Four title molecules are present in the asymmetric unit. In the molecular structure a each copper atom binds to three Cl atoms and one N and one O atoms from organic ligand ( (Sun et al., 2005; Wang et al., 2012) . The geometric parameters of L-arginium moiety in title molecules are agree well with the reported similar structures (Ramaswamy et al., 2001; Sridhar et al., 2002) .
The molecular structure is stabilized by weak C-H···O and N-H···Cl hydrogen bonds and the crystal structure is influenced by weak intermolecular N-H···O, C-H···O and N-H···Cl (Table 1) interactions to generate a three dimensional network.
Experimental
The title salt was synthesized from the starting materials of L-arginine (1.7420 g) and copper dichloride dihydrate (1.7048 g) taken in water solvent system. Single crystals suitable for X-ray diffraction were grown by slow evaporation technique at room temperature.
Refinement
The H atoms were positioned geometrically, with C-H = 0.97Å-0.98Å and N-H = 0.86Å-0.90Å, and allowed to ride on their parent atoms with U iso (H) = 1.2U eq (C, N).
Computing details
Data collection: APEX2 (Bruker, 2004 ); cell refinement: SAINT (Bruker, 2004) ; data reduction: SAINT (Bruker, 2004 );
program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: PLATON (Spek, 2009) ; software used to prepare material for publication:
SHELXL97 (Sheldrick, 2008 The molecular structure of title compound with the atom numbering scheme. Displacement ellipsoids are drawn at the 30% probability level. The H atoms are presented as a small spheres of arbitrary radius. Absolute structure: Flack (1983) , 2876 Friedel pairs Absolute structure parameter: −0.005 (13) Special details Geometry. All s.u.'s (except the s.u. in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell s.u.'s are taken into account individually in the estimation of s.u.'s in distances, angles and torsion angles; correlations between s.u.'s in cell parameters are only used when they are defined by crystal symmetry. (4) 
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